1/19 



0' 

I- 



EE 



a 



T9P 



_ CO 



I 

*5 



I 

i 



E 
o 
to 
o 
E 
2 

-C 

O 



i 



IN! 

o 

v 

V 
V 

o 
E 



CM 
CM 

0) 

E 
o 
c/> 
o 

E 
g 

O 



c 

.2 
i 

w 



E 

CD 



s 



□ 



E 

re 
x: 

□ 

is* 



! * 



E) 

re 
E 
cr 

CD 

(3 



E3 



E3 



13 



m 



m 
m 

m 

E3 



m 
m 



0 



E3 



s m 



o 
d 



1 
I 

CD 

I 



< 

Z 

£ LU 

UJ uj 

LU 2 



c 

ED 



□ 



El 



O 

Is 

1.1 

O > 



E 

« 8 

ll 



8 

E o) 
ro en 

© o 



2/19 

CDNA: 1 - 8117 [SEQ ID N0:1] 
CDS: 170 - 7876 [SEQ ID NO: 2] 
AA: [SEQ ID NO: 3] 



cacccggggagacgtcttagacagtcgtggttcctgtgatctgtgtcctctt 52 
tgcagaagttctgtgtccatctcatgtgctgcgtgtgtctgtaaagcctcat 104 
tccgtgctgtctggcaggaagctccatctcatctcatcatctcacggccctg 156 



MAISSRLAL 9 
gcactgcctcagc ATG GCC ATC TCA TCA CGC CTC GCC CTG 196 
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AAG CCA GAG AAG ACT CAT CCC CAT GAC GCC CCC CCT TGC 703 

KTSPPATDTGKEK 191 

AAG ACC TCT CCC CCC GCC ACA GAT ACT GGA AAG GAA AAG 742 

KGETSRTPCGSQA 204 

AAA GGG GAG ACC TCT AGG ACT CCT TGT GGC TCC CAG GCC 781 

STEILAPKAEKTR 217 

AGC ACC GAG ATC TTG GCC CCG AAA GCT GAG AAG ACC CGG 820 

TGGLGDPGQGTVA 230 

ACT GGG GGT CTT GGG GAC CCA GGC CAA GGA ACT GTG GCA 859 

LKKGEEGQSIVGK 243 

CTG AAA AAA GGC GAG GAG GGT CAA AGC ATA GTG GGG AAG 898 

GLGTPKTTELKEA 256 

GGG CTT GGG ACC CCC AAG ACC ACA GAG CTG AAA GAG GCT 937 

EPQGKDRQGTRPQ 269 

GAG CCC CAG GGC AAA GAC AGG CAG GGG ACC AGG CCC CAA 976 

AQGPGEGVRPGKA 282 

GCC CAA GGG CCC GGC GAG GGG GTG CGA CCA GGG AAA GCA 1015 

EKEGAEPTNTVEK 295 

GAG AAG GAG GGA GCA GAG CCC ACA AAC ACG GTG GAA AAG 1054 

GNVSKDVGSEGKH 308 

GGG AAT GTC TCT AAG GAC GTA GGG AGT GAA GGG AAG CAC 1093 

VRPQIPGRKWGGF 321 

GTA AGG CCC CAA ATC CCT GGG AGA AAG TGG GGA GGT TTC 1132 

LGRRSKWDGPQNK 334 

CTG GGA AGA AGG AGT AAG TGG GAC GGT CCC CAG AAT AAG 1171 

KDKEGVLLSKAEK 347 

AAG GAC AAA GAA GGG GTG CTC TTA AGT AAG GCA GAG AAG 1210 

TGEPQTQMEKTSQ 360 

ACA GGT GAG CCT CAG ACC CAG ATG GAG AAG ACA AGC CAA 1249 

VQGELGDDLRMGE 373 

GTG CAG GGC GAG TTG GGG GAC GAT CTG AGA ATG GGG GAG 1288 

KAGELRSTTGKAG 386 

AAA GCA GGT GAG CTT CGG AGC ACG ACT GGG AAG GCA GGT 1327 

ESWDKKEKMGQPQ 399 

GAG TCC TGG GAT AAG AAG GAA AAG ATG GGG CAA CCC CAG 1366 
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GKSGNAGEARSQT 412 

GGT AAG TCC GGG AAC GCA GGT GAA GCT CGG AGT CAG ACA 1405 

EKGCEAPKEVSTM 425 

GAG AAG GGC TGT GAA GCC CCA AAG GAG GTG AGC ACA ATG 1444 

VESPAAPGKGGWP 438 

GTG GAG TCG CCA GCA GCT CCT GGG AAG GGA GGC TGG CCA 1483 

GSRGQEAEEPCSR 451 

GGA AGC CGT GGG CAG GAA GCA GAG GAG CCC TGC TCA AGA 1522 

AGDGAGALETELE 464 

GCA GGT GAT GGG GCT GGT GCC CTG GAG ACA GAG CTG GAA 1561 

GPSQPALEKDAER 477 

GGA CCC AGC CAG CCT GCT CTG GAG AAG GAT GCA GAA AGG 1600 

PRIRKENQDGPAP 490 

CCT CGG ATA CGG AAG GAG AAC CAA GAC GGG CCA GCC CCG 1639 

QEEGKGGQSRDSD 503 

CAG GAG GAG GGC AAA GGA GGC CAG AGC AGA GAC TCA GAC 1678 

QAPEDRWYEAEKV 516 

CAG GCT CCT GAG GAC AGA TGG TAT GAG GCA GAG AAA GTC 1717 

WLAQKDGFTLATV 529 

TGG CTG GCT CAG AAG GAT GGA TTT ACT CTT GCT ACG GTG 1756 

LKPDEGTADLPAG 542 

CTA AAG CCA GAT GAG GGA ACA GCA GAC CTG CCA GCA GGA 1795 

RVRLCIDADKTIT 555 

AGG GTG AGA CTT TGC ATT GAT GCT GAC AAA ACC ATC ACT 1834 

EVDEEHVHRANPP 568 

GAG GTG GAT GAG GAG CAT GTC CAT CGG GCC AAC CCT CCT 1873 

ELDQVEDLASLIS 581 

GAG CTG GAC CAG GTC GAG GAC CTG GCC TCT CTC ATC AGT 1912 

VNESSVLNTLLQR 594 

GTC AAC GAA TCC AGT GTC CTG AAC ACG CTT CTG CAG CGC 1951 

YKAQLLHTCTGPD 607 

TAC AAA GCT CAG CTG CTG CAC ACC TGC ACA GGG CCT GAT 1990 

LIVLQPRGPSVPS 620 

CTG ATT GTC CTC CAG CCC CGG GGG CCC TCG GTG CCT TCT 2029 
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AGKVPKGRRDGLP 633 

GCA GGG AAG GTG CCC AAG GGC CGC CGG GAT GGC CTG CCT 2068 

AHIGSMAQRAYWA 646 

GCC CAC ATT GGC TCC ATG GCA CAG CGG GCA TAC TGG GCG 2107 

LLNQRRDQS IVAL 659 

CTG CTG AAC CAG CGG AGA GAC CAG AGC ATT GTG GCC CTG 2146 

GRSGAGKTTCCEQ 672 

GGC CGG AGT GGC GCT GGG AAG ACC ACC TGC TGT GAG CAG 2185 

VLEHLVGMAGSVD 685 

GTC CTG GAA CAC CTG GTG GGG ATG GCA GGC AGT GTG GAT 2224 

GRVSVEKIRATFT 698 

GGC AGG GTC TCA GTG GAG AAG ATC CGA GCC ACC TTC ACT 2263 

VLRAFGSVSMAHS 711 

GTC CTC CGG GCC TTC GGC TCT GTG TCC ATG GCC CAC AGC 2302 

RSATRFSMVMSLD 724 

CGC AGT GCC ACC CGG TTC TCC ATG GTG ATG TCG CTG GAC 2341 

FNATGRITAAQLQ 737 

TTC AAC GCT ACA GGC CGC ATC ACA GCT GCT CAG CTC CAG 2380 

TMLLEKSRVARQP 750 

ACA ATG CTT TTG GAG AAG AGC CGC GTG GCA CGG CAG CCG 2419 

EGESNFLVFSQML 763 

GAA GGG GAA AGT AAC TTC CTG GTT TTC TCC CAG ATG CTG 2458 

AGLDLDLRTELNL 776 

GCT GGA TTG GAC TTG GAT CTC AGG ACG GAG CTG AAC CTG 2497 

HQMADSSSFGMGV 789 

CAC CAG ATG GCA GAT AGC AGC TCC TTT GGC ATG GGC GTG 2536 

WSKPEDKQKAAAA 802 

TGG TCC AAG CCT GAA GAT AAA CAG AAG GCG GCA GCT GCC 2575 

FAQLQGAMEMLGI 815 

TTT GCC CAG CTC CAG GGT GCC ATG GAG ATG CTG GGC ATC 2614 

SESEQ RAVWRVLA 828 

TCA GAG AGC GAG CAG CGG GCT GTT TGG CGG GTC CTG GCA 2653 

AIYHLGAAGACKV 841 

GCC ATC TAC CAC CTG GGC GCG GCG GGG GCC TGC AAA GTG 2692 

GRKQFMRFEWANY 854 
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GGT CGG AAG CAG TTC ATG AGG 

A A E A L G C 
GCA GCT GAG GCC CTG GGC TGC 

T A T F K H H 
ACG GCC ACC TTC AAG CAC CAC 

Q M T F G P S 
CAA ATG ACG TTT GGG CCA AGC 

E E T S S G L 
GAG GAA ACC AGC TCA GGG CTC 

C V E G M A S 
TGT GTG GAG GGG ATG GCC TCG 

F A A V V S L 
TTT GCG GCT GTG GTC TCA CTC 

S H H L S M A 
TCC CAC CAT CTC TCC ATG GCC 

S P G F Q N P 
TCT CCA GGC TTC CAG AAC CCC 

R A A T F E E 
CGG GCG GCC ACC TTT GAG GAG 

H E R L Q L L 
CAT GAG CGC CTG CAG CTG CTG 

V S T L Q R Y 
GTC TCC ACG CTA CAG CGA TAT 

V Q F D L P D 
GTG CAG TTT GAC CTC CCG GAC 

V A V V D Q N 
GTG GCT GTT GTG GAT CAA AAT 

L P A G G G A 
TTA CCA GCT GGA GGA GGT GCC 

F W V L D E E 
TTC TGG GTC TTA GAT GAG GAA 

S D S V V L E 
AGT GAC AGT GTG GTG CTC GAG 

E K K G A G T 
GAG AAG AAA GGA GCT GGG ACT 



TTT GAG TGG GCA AAC TAC 2731 

E Y E E L N 867 

GAG TAT GAG GAG CTG AAC 2770 

L R Q I I Q 880 

CTT CGA CAG ATC ATC CAG 2809 

R W G L E D 893 

CGA TGG GGC CTC GAG GAT 2848 

K M T G V D 906 

AAG ATG ACA GGA GTG GAC 2887 

G L Y Q E L 919 

GGC CTG TAC CAG GAA CTC 2926 

I N R S F S 932 

ATC AAC AGA TCC TTT TCC 2965 

S I M V V D 945 

TCC ATC ATG GTG GTG GAC 3004 

R H Q G K D 958 

CGG CAC CAG GGC AAG GAC 3043 

L C H N Y A 971 

CTG TGC CAC AAC TAC GCC 3082 

F Y Q R T F 984 

TTC TAC CAG CGG ACC TTT 3121 

Q E E G V P 997 

CAA GAG GAA GGT GTT CCT 3160 

P S P G T T 1010 

CCC TCC CCA GGG ACC ACC 3199 

P S Q Q V R 1023 

CCC TCT CAG CAG GTC CGC 3238 

Q D A R G L 1036 

CAG GAT GCC AGA GGC CTT 3277 

V H V E G S 1049 

GTC CAT GTA GAG GGC TCC 3316 

R L C A T F 1062 

CGT CTG TGT GCT ACT TTC 3355 

E G S S A L 1075 

GAA GGG TCC TCT GCC CTG 3394 
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RTCEQPLQCEIFH 1088 

CGG ACC TGT GAG CAG CCC CTC CAG TGT GAG ATT TTC CAC 3433 

QLGWDPVRYDLTG 1101 

CAG TTG GGA TGG GAC CCT GTG CGG TAC GAC CTC ACG GGC 3472 

WLHRAKPNLSALD 1114 

TGG CTC CAC AGA GCC AAG CCC AAC CTC TCG GCC CTG GAT 3511 

APQVLQQSKREEL 1127 

GCA CCC CAG GTC CTG CAA CAG TCA AAA AGA GAG GAG CTG 3550 

RSLFQ ARAKLPPV 1140 

CGG AGT CTA TTC CAG GCC CGG GCC AAG CTG CCT CCT GTG 3589 

CRAVAGLEGTSQQ 1153 

TGC CGG GCT GTG GCA GGC CTG GAG GGC ACC TCC CAG CAG 3628 

ALQRSRMVRRTFA 1166 

GCC CTG CAG AGG AGC CGC ATG GTG AGG AGG ACC TTT GCC 3667 

SSLAAVRRKAPCS 1179 

AGC AGC CTT GCC GCG GTG AGG AGG AAA GCC CCG TGC TCC 3706 

QI KLQMDALTSMI 1192 

CAG ATC AAG CTG CAG ATG GAT GCG CTG ACC AGC ATG ATC 3745 

KRSRLHFIHCLVP 1205 

AAA AGG TCC CGG CTG CAC TTT ATC CAC TGC CTG GTA CCA 3784 

NPVVESRSGQESP 1218 

AAC CCT GTG GTG GAA AGC AGG AGT GGG CAG GAA TCT CCA 3823 

PPPQPGRDKPGAG 1231 

CCA CCA CCG CAG CCT GGT AGA GAC AAG CCT GGG GCA GGT 3862 

GPLALDIPALRVQ 1244 

GGA CCT CTG GCC CTG GAT ATC CCA GCA CTG AGG GTC CAG 3901 

LAGFHILEALRLH 1257 

CTT GCT GGG TTC CAC ATC CTG GAG GCT CTG CGT CTG CAT 3940 

RTGYADHMGLTRF 1270 

AGG ACA GGC TAT GCT GAC CAC ATG GGG CTC ACT CGC TTC 3979 

RRQFQVLDAPLLK 1283 

CGC CGG CAA TTC CAG GTG CTG GAC GCT CCA CTC CTG AAG 4018 

KLMSTSEGIDERK 1296 

AAG CTC ATG TCG ACC TCC GAG GGA ATA GAT GAA AGG AAG 4057 
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AVEELLETLDLEK 1309 

GCC GTG GAG GAG CTC CTG GAG ACC CTG GAT CTG GAA AAG 4096 

KAVAVGHSQVFLK 1322 

AAG GCG GTG GCT GTG GGG CAC AGC CAA GTT TTT CTC AAG 4135 

AGVISRLEKQREK 1335 

GCA GGT GTG ATC TCC AGG CTT GAG AAG CAG CGA GAG AAG 4174 

LVSQS IVLFQAAC 1348 

CTG GTA TCT CAG AGC ATC GTT CTC TTC CAG GCG GCT TGC 4213 

KGFLSRQEFKKLK 1361 

AAG GGC TTT CTG TCT CGC CAG GAA TTC AAG AAG CTG AAG 4252 

IRRLAAQCIQKNV 1374 

ATT CGC CGA CTG GCT GCA CAG TGC ATC CAG AAG AAT GTG 4291 

AVFLAVKDWPWWQ 1387 

GCT GTG TTC CTC GCA GTC AAG GAC TGG CCA TGG TGG CAG 4330 

LLGSLQPLLSATI 1400 

CTG CTT GGT TCC CTC CAG CCT CTA CTT AGT GCC ACC ATT 4369 

GTEQLRAKEEELT 1413 

GGA ACT GAG CAG CTC CGA GCC AAG GAG GAG GAG CTT ACA 4408 

TLRRKLEKSEKLR 1426 

ACG CTA AGA CGG AAG CTA GAA AAA TCA GAG AAG TTG CGG 4447 

NELRQNTDLLESK 1439 

AAT GAA CTC CGG CAG AAC ACA GAT CTG CTA GAA AGC AAG 4486 

IADLTSDLADERF 1452 

ATT GCT GAC TTG ACC TCT GAC CTT GCC GAT GAG CGC TTC 4525 

KGDVACQVLESER 1465 

AAA GGT GAT GTG GCC TGC CAG GTG CTG GAG AGT GAG CGG 4564 

AERLQAFREVQEL 1478 

GCA GAG CGG CTA CAG GCC TTC CGG GAG GTC CAG GAG CTC 4603 

KSKHEQVQKKLGD 1491 

AAG AGC AAG CAT GAA CAA GTC CAG AAA AAA CTG GGA GAT 4642 

VNKQLEEAQQKIQ 1504 

GTG AAT AAA CAG TTG GAA GAA GCC CAG CAG AAA ATT CAG 4681 

LNDLERDPTGGAD 1517 

TTG AAT GAC TTG GAA AGG GAT CCC ACT GGA GGA GCA GAC 4720 

EWQMRFDCAQMEN 1530 
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QKRLHQLEMQLEQ 1764 

CAG AAG CGG CTT CAT CAG CTG GAA ATG CAG CTG GAG CAA 5461 

EYEEKQMVLHEKQ 1777 

GAG TAT GAA GAG AAG CAG ATG GTC CTC CAT GAG AAG CAA 5500 

DLEGLIGTLCDQI 1790 

GAT TTG GAA GGC TTG ATC GGA ACC CTC TGT GAC CAG ATT 5539 

GHRDFDVEKRLRR 1803 

GGC CAT CGG GAC TTT GAT GTG GAG AAG CGA CTT CGG AGA 5578 

DLRRTHALLSDVQ 1816 

GAC CTC AGG AGG ACA CAT GCA CTG TTG TCA GAC GTG CAG 5617 

LLLGTMEDGKTSV 1829 

CTC CTT CTG GGC ACC ATG GAG GAT GGC AAG ACA TCA GTC 5656 

SKEELEKVHSQLE 1842 

AGC AAG GAG GAG CTG GAG AAA GTG CAC AGC CAG CTG GAG 5695 

QSEAKCEEALKTQ 1855 

CAG AGT GAA GCC AAG TGT GAG GAG GCC TTG AAG ACG CAG 5734 

KVLTADLESMHSE 1868 

AAG GTG CTC ACA GCG GAC CTG GAG AGC ATG CAC AGC GAG 5773 

LENMTRNKSLVDE 1881 

CTG GAG AAC ATG ACG CGG AAC AAG AGC CTG GTG GAT GAG 5812 

QLYRLQFEKADLL 1894 

CAG CTG TAC AGG CTG CAG TTT GAG AAG GCG GAC CTC CTG 5851 

KRIDEDQDDLNEL 1907 

AAG CGC ATC GAT GAG GAC CAG GAT GAC CTG AAT GAG CTG 5890 

MQKHKDLIAQSAA 1920 

ATG CAG AAG CAC AAG GAC CTC ATT GCT CAG TCT GCT GCT 5929 

DIGQIQELQLQLE 1933 

GAC ATT GGG CAG ATC CAA GAA CTG CAG CTG CAG CTG GAG 5968 

EAKKEKHKLQEQL 1946 

GAA GCC AAG AAG GAG AAG CAC AAG CTA CAA GAA CAA CTG 6007 

QVAQMRIEYLEQS 1959 

CAG GTG GCT CAG ATG CGC ATC GAG TAC CTG GAA CAG TCC 6046 

TVDRAIVSRQEAV 1972 

ACC GTG GAT CGA GCC ATC GTC AGC AGG CAG GAG GCG GTC 6085 
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ICDLENKTEFQKV 1985 

ATC TGT GAC CTA GAG AAC AAG ACA GAG TTC CAG AAG GTG 6124 

QIKRFEVLVIRLR 1998 

CAG ATT AAG AGA TTT GAG GTC CTG GTG ATC CGG CTT CGG 6163 

DSLIKMGEELSQA 2011 

GAC AGC CTG ATC AAG ATG GGG GAG GAG CTT TCA CAG GCG 6202 

ATSESQQRESSQY 2024 

GCC ACC TCC GAG TCC CAG CAG CGG GAG AGC AGC CAG TAC 6241 

YQRRLEELKADME 2037 

TAC CAG CGG CGC CTG GAA GAG CTG AAG GCC GAC ATG GAA 6280 

ELVQREAEASRRC 2050 

GAG CTG GTG CAG CGG GAG GCA GAG GCC AGC CGG CGG TGC 6319 

MELEKYVEELAAV 2063 

ATG GAG CTG GAG AAG TAC GTG GAG GAA CTT GCA GCA GTG 6358 

RQTLQTDLETSIR 2076 

AGG CAA ACC CTC CAG ACA GAC CTG GAG ACA TCC ATT CGG 6397 

RIADLQAALEEVA 2089 

CGG ATT GCC GAC CTG CAG GCT GCC TTG GAA GAA GTG GCA 6436 

SSDSDTE SVQTAV 2102 

TCC AGT GAC AGT GAT ACT GAG AGT GTC CAG ACG GCA GTG 6475 

DCGSSGRKEMDNV 2115 

GAT TGT GGC AGC AGC GGC CGA AAA GAG ATG GAT AAC GTC 6514 

SILSSQPEGSLQS 2128 

TCC ATC CTC AGC TCC CAG CCA GAG GGC AGC CTG CAG TCC 6553 

WLSCTLSLATDTM 2141 

TGG TTG AGC TGT ACT CTG TCC CTG GCC ACA GAT ACT ATG 6592 

RTPSRQSATSSRI 2154 

AGG ACT CCT TCT CGA CAG TCA GCC ACC AGC AGC CGC ATC 6631 

LSPRINEEAGDTE 2167 

CTC AGC CCC AGG ATA AAC GAA GAG GCT GGG GAC ACT GAG 6670 

RTQSALALSRARS 2180 

AGG ACC CAG TCG GCA TTG GCA CTG AGC AGA GCC CGG TCC 6709 

TNVHSKTSGDKPV 2193 

ACC AAT GTC CAC AGC AAG ACC TCA GGA GAC AAG CCT GTT 674 8 

SPHFVRRQKYCHF 2206 
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TCT CCC CAC TTT GTC CGC CGG CAA AAG TAC TGT CAT TTT 6787 

GDGEVLAVQRKST 2219 

GGG GAC GGC GAA GTG CTT GCC GTC CAG AGA AAG TCC ACA 6826 

ERLEPASSPLASR 2232 

GAG AGA TTA GAA CCT GCT TCC TCT CCC CTG GCT TCT CGG 6865 

STNTS PLSREKL P 2245 

AGT ACA AAT ACA TCC CCG CTG TCG AGG GAA AAG CTG CCC 6904 

SPSAALSEFVEGL 2258 

AGT CCT TCA GCG GCC CTC TCG GAG TTC GTG GAA GGG CTC 6943 

RRKRAQRGQGSTL 2271 

CGG AGG AAG AGA GCC CAG AGA GGC CAG GGG TCC ACG CTG 6982 

GLEDWPTLPIYQT 2284 

GGC CTA GAG GAC TGG CCC ACT CTC CCC ATT TAC CAG ACG 7021 

TGASTLRRGRAG S 2297 

ACT GGG GCC TCC ACA CTA AGG AGG GGC AGG GCT GGC AGT 7060 

DEGNLSLRVGAKS 2310 

GAC GAG GGA AAC CTC TCG CTG AGG GTT GGG GCA AAG TCA 7099 

PLEIEGAAGGLLR 2323 

CCC CTG GAA ATC GAA GGG GCC GCT GGT GGT CTC TTG AGG 7138 

STSLKCISSDGVG 2336 

TCC ACC AGC CTC AAA TGC ATC TCT TCA GAC GGT GTT GGG 7177 

GTTLLPEKSKTQF 2349 

GGC ACA ACC CTA CTC CCC GAA AAG TCG AAA ACC CAA TTC 7216 

SSCE SLLESRPSM 2362 

AGT TCC TGC GAG TCC CTC TTA GAA TCC AGA CCG AGC ATG 7255 

GRKLSSPTTPRDM 2375 

GGG AGA AAA CTG AGC TCT CCG ACC ACA CCC AGG GAC ATG 7294 

LLSPTLRPRRRCL 2388 

CTG TTG TCG CCC ACA CTG CGT CCT CGG AGG CGG TGT CTG 7333 

ESSVDDAGCPDLG 2401 

GAG TCC TCT GTG GAC GAT GCG GGC TGT CCA GAC CTT GGA 7372 

KEPLVFQNRQFAH 2414 

AAG GAG CCG CTT GTT TTC CAG AAC CGC CAG TTT GCC CAC 7411 

LMEEPLGSDPFSW 2427 

CTG ATG GAG GAA CCT CTA GGC AGT GAC CCA TTC AGC TGG 7450 
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APEDRWYEAEKVWLAQKDGFTLATVLKPDEGTADLPAGRVRLCIDADKTITEVDEEHVHR 6 0 
AAEEAWYETEKVWLVHRDGFSLASQLKSEE- -LSLPEGKARVKLDHDGAILDVDEDDIEK 58 



HGDMLP-1 
BAA93660 
BAA13206 



ANPPELDQVEDLASLISVNESSVLNTLLQRYKAQLLHTCTGPDLIVLQPRGP SVPS 116 

ANAPSCDRLEDLASLVYLNESSVLHTLRQRYGASLLHTYAGPSLLVLSTRGAPAVYSEKV 118 



HGDMLP-1 AGKVPKGRRDGLPAHIGSMAQRAYWALLNQRRDQS I VALGRSGAGKTTCCEQVLEHLVGM 176 

BAA93 66 0 MHMFKGCRREDMAPHI YAVAQTAYRAMLMSRQDQSI VLLGS SGSGKTTS FQHLVQYLAT I 178 

BAA13206 MHMFKGCRREDMAPHIYAVAQTAYRAMLMSRQDQSIILLGSSGSGKTTSCQHLVQYLATI 60 

**. . ** ..** ** *.* *.****. ** **.**** * 



HGDMLP-1 AGSVDGRVS-VEKIRATFTVLRAFGSVSMAHSRSATRFSMVMSLDFNATGRITAAQLQTM 235 

BAA93660 AGTSGTKVFSVEKWQALSTLLEAFGNSPTIMNGSATRFSQILSLDFDQAGQVASASIQTM 238 

BAA13206 AG I SGNKVFSVEKWQAL YTLLEAFGNS PTI I NGNATR FSQI LSLDFDQAGQVASAS I QTM 120 
** .* *** .* *.* *** ***** ..****. .*....* .*** 



HGDMLP-1 
BAA93660 
BAA13206 



HGDMLP-1 
BAA93660 
BAA13206 



HGDMLP-1 
BAA93660 
BAA13206 



HGDMLP-1 
BAA93660 
BAA13206 



LLEKSRVARQPEGESNFLVFSQMLAGLDLDLRTELNLHQMADSSSFGMGVWSKPEDKQKA 2 9 5 
LLEKLRVARRPASEATFNVFYYLLACGDATLRTELHLNHLAENNVFGI VPLSKPEEKQKA 2 9 8 
LLEKLRVARRPASEATFNVFYYLLACGDGTLRTELHLNHLAENNVFGIVPLAKPEEKQKA 180 
**** **♦*.* ,*;,* ** ; ** * *****:*:::*:.. **: .*♦*;**** 

AAAFAQLQGAMEMLGISESEQRAVWRVLAAI YHLGAAG ACKVGRKQFMRFEWANYA 3 5 1 

AQQFSKLQAAMKVLAISPEEQKTCWLILASIYHLGAAGATKEAAEAGRKQFARHEWAQKA 358 

AQQFSKLQAAMKVLGI S PDEQKACWF I LAAI YHLGAAGATKEAAEAGRKQFARHEWAQKA 240 
* *..** **..* ** **.. * .**.******** * . ***** * ***. * 



HGDMLP - 1 AEALGCEYEELNTATFKHHLRQI IQQMTFGPSRWGLEDEETSSGL- - KMTGVDCVEGMAS 4 0 9 
BAA93660 AYLLGCSLEELSSAIFKHQLKGGTLQRSTS-FRQGPEESGLGEGT- -KLSALECLEGMAS 415 
BAA1 3206 AYLLGCSLEELSSAI FKHQHKGGTLQRSTS - FRQGPEESGLGDGTGPKLSALECLEGMAA 2 9 9 
* ***_***_.****.. *._ * * * :> _* *....*.****. 

HGDMLP - 1 GLYQELFAAWSLINRSFSSHHLSMAS IMWDSPGFQNPRHQGKDRAATFEELCHNYAHE 4 6 9 
BAA93660 GLYSELFTLLISLVNRALKSSQHSLCSMMIVDTPGFQNPEWGGSARGASFEELCHNYAQD 475 
BAA1 3206 GLYSELFTLLVSLVNRALKSSQHSLCSMMI VDTPGFQNPEQGGSARGAS FEELCHNYTQD 3 5 9 
*** ***. ..**.**.. * . *. *.*.**.****** * * *.********... 



RLQLLFYQRTFVSTLQRYQEEGVPVQFDLPDPSPGTTVAWDQNPSQQVRLPAGGGAQDA 529 
RLQRLFHERTFLQELERYKEDNIELAFDDLEPVADDSVAAVDQ-ASH- - LVRSLAHADEA 532 
RLQRLFHERTFVQELERYKEENIELAFDDLEPPTDDSVAAVDQ-ASHQSLVRSLARTDEA 4 1 8 
*** **..***._ *.**.*._. . ** : * .***** * : : : . :::* 

RGLFWVLDEEVHVEGSSDSWLERLCATFEKKGAGTEGSSALRTCEQPLQCEIFHQLGWD 589 
RGLLWLLEEEALVPGATEDALLDRLFSYYGPQEGDKKGQSPLLRSSKPRHFLLGHSHGTN 5 9 2 
RGLLWLLEEEALVPGASEDTLLERLFSYYGPQEGDKKGQSPLLHSSKPHHFLLGHSHGTN 4 7 8 
**♦.*.*.** * *... .*.** . . . .* * * .* . . * * . 



HGDMLP-1 
BAA93660 
BAA13206 



PVRYDLTGWLHRAKPNLSALDAPQVLQQSKREELRSLFQARAKLPPVCR-AVAGLEGTSQ 64 8 
WVEYNVAGWLNYTKQNPATQNAPRLLQDSQKKI I SNLFLGRAGSATVLSGS IAGLEGGSQ 652 
WVEYNVTGWLNYTKQNPATQNVPRLLQDSQKKI I SNLFLGRAGSATVLSGS IAGLEGGSQ 538 
* *...***. .* * ... *..**.*... . ** ** * ..***** ** 



HGDMLP-1 QALQRSRMVRRTFASSLAAVRRKAPCSQIKLQMDALTSMIKRSRLHFIHCLVPNPV- - -V 705 
BAA93660 LALRRATSMRKTFTTGMAAVKKKSLCIQIKLQVDALIDTIKRSKMHFVHCFLPVAEGWPG 712 
BAA13206 LALRRATSMRKTFTTGMVAVKKKSLCIQMKLQVDALIDTIKKSKLHFVHCFLPVAEGWAG 598 
**.*. .*.**.. . **..*. * ♦.***.*** **.*..**.**..* 
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HGDMLP-1 ESRSGQESPPPPQPGRDKPGAG GPLALDIPALRVQLAGFHILEALRLHRTGYADHM 761 

BAA93660 EPRSASSRRVSSSSELDLPPGDPCEAGLLQLDVSLLRAQLRGSRLLDAMRMYRQGYPDHM 772 
BAA13206 EPRSASSRRVSSSSELDLPSGDHCEAGLLQLDVPLLRTQLRGSRLLDAMRMYRQGYPDHM 658 
* ** * * * * **. **** * ..*.*.*..* ***** 

HGDMLP- 1 GLTRFRRQFQVLDAPLLKKLMSTSEGIDERKAVEELLETLDLEKKAVAVGHSQVFLKAGV 821 
BAA93660 VFSEFRRRFDVLAPHLTKKHGRNYIWDEKRAVEELLESLDLEKSSCCLGLSRVFFRAGT 832 
BAA13206 VFSEFRRRFDVLAPHLTKKHGRNYIWDERRAVEELLECLDLEKSSCCMGLSRVFFRAGT 718 
..***.*.** * ** # .**..***♦*** *♦***_. .* *.**..**_ 

HGDMLP-1 I SRLEKQREKLVSQS IVLFQAACKGFLSRQEFKKLKIRRLAAQCIQKNVAVFLAVKDWPW 881 
BAA93660 LARLEEQRDEQTSRHLTLFQMCRGYLARQHFKKRKIQDLAIRCVQKNIKKNKGVKDWPW 892 
BAA13206 LARLEEQRDEQTSRNLTLFQAACRGYLARQHFKKRKIQDLAIRCVQKNIKKNKGVKDWPW 778 

..***.*>.. *. .******.*;*;***** **; ** ;*.***; ****** 

HGDMLP - 1 WQLLGSLQPLLSATIGTEQLRAKEEELTTLRRKLEKSEKLRNELRQNTDLLESKI ADLTS 94 1 
BAA93660 WKLFTTVRPLIQVQLSEEQIRNKDEEIQQLRSKLEKVEKERNELRLSSDRLETRISELTS 952 
BAA1 3 2 0 6 WKLFTTVRPLI EVQLSEEQI RNKDEEIQQLRSKLEKAEKERNELRLNSDRLESRI SELTS 8 3 8 

*.*. ...**._ . **.* *;**; ** **** ** ***** >; * **..*;.*** 

HGDMLP - 1 DLADERFKGDVACQVLESERAERLQAFREVQELKSKHEQVQKKLGDVNKQLEEAQQKIQL 1001 
BAA93660 ELTDERNTGESASQLLDAETAERLRTEKEMKELQTQYDALKKQMEVMEMEVMEARLIRAA 1012 
BAA13206 ELTDERNTGESASQLLDAETAERLRAEKEMKELQTQYDALKKQMEVMEMEVMEARLIRAA 898 
.*.*** *. **.*..* ****.. :*;;**::::: ;:*;; :: : : **: 

HGDMLP-1 N - DLERDPTGGADEWQMRFDCAQMENEFLRKRLQQ- CEERLDSELTARKELEQKLGELQS 1059 

BAA936 6 0 EINGEVDDDDAGGEWRLKYERAVREVDFTKKRLQQELEDKMEVEQQSRRQLERRLGDLQA 1072 

BAA13206 EINGEVDDDDAGGEWRLKYERAVREVDFTKKRLQQEFEDKLEVEQQNKRQLERRLGDLQA 958 

. . * * ** * * .* .***** *.... * ...**..**.**. 



HGDMLP-1 
BAA93660 
BAA13206 



HGDMLP-1 
BAA93660 
BAA13206 



HGDMLP-1 
BAA93660 
BAA13206 



DSEESQRALQQLKKKCQRLTAELQDTKLHLEGQQVRNHELEKKQRRFDSELSQAHEEAQR 1018 

. ... .***.**..**.*.** . **** *********..** ;*;** *; 

EKGLREKVTQENTSVRWELGQLQQQLKQKEQEASQLKQQVEMLQDHKRELLGSPSLGENC 1179 

EKLQREKLQREKDMLLAEAFSLKQQMEEKDLDIAGFTQKWSLEAELQDISSQESKDEAS 1192 

EKLQREKLQREKDMLLAEAFSLKQQLEEKDMDIAGFTQKWSLEAELQDISSQESKDEAS 1078 
** ***. .*• . * *.**...*. . . ;.*;* * : . ::: ..*.*. 

VAGLKERLWKLESSALEQQKIQSQQENTIKQLEQLRQRFELEIERMKQMHQKDREDQEEE 1239 

LAKVKKQLRDLEAKVKDQEEELDEQAGSIQMLEQAKLRLEMEMERMRQTHSKEMESRDEE 1252 

LAKVKKQLRDLEAKVKDQEEELDEQAGTIQMLEQAKLRLEMEMERMRQTHSKEMESRDEE 1138 

.*.*..* **. .?. . .* .*.***.*.*.*.***.***;*•;** 



HGDMLP-1 LEDVRQSCQKRLHQLEMQLEQEYEEKQMVLHEKQDLEGLIGTLCDQIGHRDFDVEKRLRR 1299 
BAA93660 VEEARQSCQKKLKQMEVQLEEEYEDKQKALREKRELESKLSTLSDQVNQRDFESEKRLRK 1312 
BAA13206 VEEARQSCQKKLKQMEVQLEEEYEDKQKVLREKRELEGKLATLSDQVNRRDFESEKRLRK 1198 

.*.*♦****.*.*.*.***;***;** *;**..**_ .**_**..***; *****; 

HGDMLP-1 DLRRTHALLSDVQLLLGTMEDGKTSVSKEELEKVHSQLEQSEAKCEEALKTQKVLTADLE 1359 
BAA93660 DLKRTKALLADAQI MLDHLKN - - NAPS KRE I AQLKNQLEESEFTCAAAVKARKAMEVEME 1370 
BAA13206 DLKRTKALLADAQLMLDHLKN - - SAPS KRE I AQLKNQLEES EFTCAAAVKARKAMEVEI E 1256 
**.**.***.**..* ::: **,*; :::,***:** ,* *:*::*.: .::* 

HGDMLP-1 SMHSELENMTRNKSLVDEQLYRLQFEKADLLKRIDEDQDDLNELMQKHKDLIAQSAADIG 1419 
BAA93660 DLHLQIDDIAKAKTALEEQLSRLQREKNEIQNRLEEDQEDMNELMKKHKAAVAQASRDMA 1430 
BAA13206 DLHLQIDDIAKAKTALEEQLSRLQREKNEIQNRLEEDQEDMNELMKKHKAAVAQASRDLA 1316 
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HGDMLP-1 QIQELQLQLEEAKKEKHKLQEQLQVAQMRIEYLEQSTVDRAIVSRQEAVICDLENKTEFQ 1479 
BM93660 QMNDLQAQIEESNKEKQELQEKLQALQSQVEFLEQSMVDKSLVSRQEAKIRELETRLEFE 1490 
BAA13206 QINDLQAQLEEANKEKQELQEKLQALQSQVEFLEQSMVDKSLVSRQEAKIRELETRLEFE 1376 
if...***.**..***..***.** * ..*.**** **...**♦*** * .** . **. 



HGDMLP-1 
BAA93660 
BAA13206 



RTQVKRLESLASRLKENMEKLTEERDQRIAAENREKEQNKRLQRQLRDTKEEMGELARKE 1436 
. *.**.* * **.. . *. ** * ..* • **.* • * •* ** ••* 



HGDMLP-1 AEASRRCMELEKYVEELAAVRQTLQTDLETSIRRIADLQAALEEVASSDSDTESVQTAVD 1599 
BAA93660 AEASRKKHELEMDLESLEAANQSLQADLKLAFKRIGDLQAAIEDEMESDENEDLINSEGD 1610 
BAA13206 AEASRKKHELEMDLESLEAANQSLQADLKLAFKRIGDLQAAIEDEMESDENEDLINSEGD 1496 
♦****. *** .** **.**.**. ...*******.*. ,**.; ; :;: * 

HGDMLP-1 CGSSGRKEMDNVSILSSQPEGSLQSWLSCTLSLATDTMRTPSRQSATSSRILSPRINEEA 1659 

BAA93660 S -DVDSELEDRVDG - VKSWLS KNKGPSK 1636 

BAA13206 S DVDSELEDRVDG-VKSWLS KNKGPSK 1522 

* * * . . * . . **** . ** . 



HGDMLP-1 
BAA93660 
BAA13206 



GDTERTQSALALSRARSTNVHSKTSGDKPVSPHFVRRQKYCHFGDGEVLAVQRKSTERLE 1719 

APSDDGSLKSSSPTSHWKPLAPDPSDDE HDPVD 1669 

AASDDGSLKSSSPTSYWKSLAPDRSDDE HDPLD 1555 

***.****..♦ • 



HGDMLP-1 PASSPLASRSTNTSPLSREKLPSPSA 1745 

BAA93660 SISRPRFSHSYLSDSDTEAKLTETSA 1695 

BAA13206 NTSRPRYSHSYLSDSDTEAKLTETNA 1581 
* * * . * . . ** * 
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Seq uences Ali gned 

Query: myocilin [Homo sapiens]: Length 504 (1 .. 504) 
Sbjct: hGDMLP-1 : Length 2568 (1 .. 2568) 

Reg ion of O p timal Ali g nment 

Query: 82 RLDLEATKARLSSLESLLHQLTLDQAARPQETQEGLQRELGTLRRERDQ- LETQ- - -TRE 137 

R DL T A LS ++ LL + + + +E E + +L + ++ L+TQ T + 
Sbjct: 1802 RRDLRRTHALLSDVQLLLGTMEDGKTSVSKEELEKVHSQLEQSEAKCEEALKTQKVLTAD 1861 

Query: 138 LETAYS- - -NLLRDKSVLEEEKKRLRQENENLARRLESSSQEVARL 180 

LE+ +S N+ R+KS+++E+ RL+ E +L +R++ ++ L 
Sbjct: 1862 LESMHSELENMTRNKSLVDEQLYRLQFEKADLLKRIDEDQDDLNEL 1907 

Statistics 

Identities = 30/106 (28%) , Positives = 58/106 (541) , Gaps = 7/106 (6%) 
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